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Supplementary Figure S1. Primary structure of JIP3 and JIP4

Comparison of deduced amino acid sequence of JIP3 and JIP4. The numbering is based on the sequence of JIP3a (3).
Residues identical with JIP3 (.), deletions (-) and termination codon (#) are indicated. The consensus sequence is also
presented. Conserved domains are highlighted in color, including the JNK binding domain (blue), JNK

phosphorylation domain (pink), Leucine zipper domain (turquoise), and a putative transmembrane domain (green).



